INTRODUCTION

Skin infection by dermatophytes constitutes
one of the health problems in the world (Kanbe et al., 2003) . Trichophyton mentagrophytes is the most etiological agents of dermatophytosis in human and animal. In human T. mentagrophytes responsible for tinea pedis, tinea corporis, tinea unguium and tinea capitis (Symoens et al., 2011) . T. mentagrophytes have the ability to invade the keratinized layer of the skin and causes hair, nail and skin infection which known as dermatophytosis
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Conventional and molecular diagnosis considered as a complementary approach for making a final decision about causative agent of all microbial population, the present study was conducted in Kalar General Hospital, Dermatology unit and research laboratory center in Garmian University. Out of thirty clinically collected specimens only five samples displayed positive dermatophytic characters against microscopic and macroscopic as well as biochemical tests, such appearances of isolated colonies as white and brown color for both surface and reverse respectively, as well as, the colonies showed with a cottony texture which changed to powdery-granular colonies after two weeks incubation. Microscopic examination appeared numerous single-celled, spherical shaped microconidia were seen as clustered on both sides of hyphae, furthermore, multiseptate cigar shaped macroconidia and spiral hyphae were seen during the formation of granular colonies, biochemically analysis showed positive for urease , in addition, hair perforation testes were revealed positive results for isolates. Molecular identification carried out via conventional PCR protocol by using the primers set ITS1 and ITS4 which result in 700bp in agarose gel electrophoresis for all isolates. PCR-RFLP carried out by means of using BstN1 digestion enzyme revealed four separated pattern bands 250,180,150 and 120bp. Sequencing of the ITS region in one of the isolated species revealed that similarity about 86% with Trichophyton mentagrophytes ATCC11481
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Saman M. Mohammed-Amin saman.amin@garmian.edu.kd (Kanbe et al., 2003) . Identification of dermatophytes performed by the combination of microscopic examination, in vitro cultural characteristic and other biochemical tests (de Hoog et al., 2000) . Sometimes, identification of dermatophytes is complicated due to the similarities in the morphological characters between dermatophyte species which required a high level of scientific laboratory training (Nenoff et al., 2013) . Molecular approaches have been used for the identification of dermatophytes at the level of species and strain (Gräser et al., 2008) . The present study was aimed to investigate the conventional and molecular diagnosis of the causative agents of dermatophytes, as well as, characterizing their morphological and molecular analysis of genes and species.
MATERIALS AND METHODS
Samples Isolation
Thirty clinical specimens from infected hair, nail and frayed skin collected from suspected 
Phenotypic Identification
All isolates samples undergo two common tests, first as direct microscopic examination and the second through cultivating them on potato dextrose agar (PDA) and (Forobes et al., 1998 , Nenoff et al., 2007 and Kanbe, 2008 .
Molecular Identification
The genomic DNA was extracted from the fungal colonies by using OMEGA Fungal Microscopically all five isolates were showed numerous single-celled and globose shaped microconidia were seen as a clustered on both sides of the hyphae, furthermore, Multiseptate cigar shaped macroconidia were seen during the formation of granular colonies (Fig. 1) , as well as spiral hyphae were seen during the microscopic slide preparation under 40X. (Fig. 3) . The profiles of electrophoretic analysis of patterns were obtained from ITS-RFLP in all clinical isolates showed similarity with those of Elavarashi et al., (2013) and Ahmadi et al., (2015) ; where they identified dermatophytes by PCR-RFLP and described the same patterns of Trichophyton mentagrophytes ATCC11481 ( Fig. 4) and Arthroderma simii strain:
RESULTS AND DISCUSSION
CBS150.66 ( Figure 5 ), and also showed 84%
identity with a number of species such as proved to be useful for the identification and resolving the phylogenetic relationship between dermatophyte fungal species (Dhieb et al., 2014) .The sequencing method of rDNA ITS fragments presently considered the gold standard for identification of strains in the T. mentagrophytes complex, (Li et al., 2008) FIGURE (1) 
